internal calibration of digested peptides. In the absence of these products, an external calibration 26 procedure was employed, using a mixture of seven peptide standards (Bruker Daltonik) 27 covering the mass range of 1000-3100 Da. The Flex Analysis 3.0 and MS Biotools 3.1 (Bruker 28 Daltonik) software were used for data processing. 29 30
LC-MS/MS Analysis 31
Liquid chromatography-tandem mass spectrometry (LC-MS/MS) analysis was 32 performed using EASY-nLC system (Proxeon) on-line coupled with an HCTultra PTM 33
Discovery System ion trap mass spectrometer equipped with nanospray (Bruker Daltonik). The 34 reverse-phase column and precolumn used for LC separation was filled according to a 35 previously described procedure [Planeta et al. 2003 ] 36
Prior to LC separation, tryptic digests were concentrated and desalted using trapping column 37 (100 μm × 30 mm) filled with 4-μm Jupiter Proteo sorbent (Phenomenex, Torrance, CA). 38
Sample volume was 10 μl. After washing with 0.1% formic acid, the peptides were eluted from 39 the trapping column using an acetonitrile/water gradient (350 nL/min) onto a fused-silica 40 capillary column (100 μm x 100 mm), on which peptides were separated. The column was filled 41 with 3.5-μm X-Bridge BEH 130 C18 sorbent (Waters). The mobile phase A consisted of 0.1% 42 formic acid in water and the mobile phase B consisted of 0.1% formic acid in acetonitrile. The 43 gradient elution started at 10 % of mobile phase B and increased linearly from 10 % to 30 % 44 during the first 10 minutes. The gradient linearly increased to 90 % of mobile phase B in the 45 next two minutes and remained at this state for next 8 minutes. The analytical column outlet was 46 directly connected to the nanospray ion source. Nitrogen was used as nebulizing as well as drying gas. The pressure of nebulizing gas was 8 psi. The temperature and flow rate of drying 48 gas were set to 250 ºC and 6 L/min, respectively. The capillary voltage was 4.0 kV. 49
The mass spectrometer was operated in the positive ion mode in a m/z range of 300 -1500 for 50 Mass tolerances of peptides and MS/MS fragments for MS/MS ion searches were 0.5 Da. 60
Oxidation of methionine and carbamidomethylation of cysteine as optional modifications, one 61 enzyme miscleavage and correction for one 13 63 C atom were set for all searches. 62
Construction of L80F/V84F mutant 73
To introduce the mutation to the targeted codon site-directed mutagenesis was 74 conducted as for other proteins by using a pair of specific forward-reverse oligonucleotides 75
given in Table S2 . Transformation of Pichia pastoris as well as expression and purification of 76 protein was done as in other measured proteins.
The binding parameter of sterol to the protein (K d ) was calculated from the fluorescence 80 data, and the number of binding sites was found to be approximately one per molecule. The 81 determined value of K d is consistent with the predicted effects of the individual mutations when 82 no specific binding was determined. 83
The addition of L80F/V84F mutant stimulated a significantly reduced ability to transfer 84 DHE between the membranes compared to wt cryptogein with rates of 0.33±0.01. On the other 85 side this double mutant showed higher rates of PC transfer than did cryptogein with rates of 86 0.75±0.06 (Fig. S1 ). This behaviour is that found in V84F mutant. 87 88
Accumulation of Defence Gene Transcripts 89
By RT-qPCR assays the transcript levels for PR2Q, PR3Q, PR5, GLN2, TuReP, 90 NtPRp27 and GeLiP gene was quantified. The results are summarized in Table S3 , 91 showing similarity to that found in mutant V84F. 
Gene

